The regulatory region of the lysC gene (that encodes the lysine-sensitive aspartokinase of Escherichia colijhas been identified and purified by the use of lysC-lacZ fusions. Its regulatory sequence has been determined. No signals simifaF to those described in the case of an attenuation mechanism could be found in the long leader sequence existing between the starts of transcription and of translation.
INTRODUCTION
In Escherichia coli, the lysine biosynthetic pathway is composed of nine different steps. It has been shown that expression of most of the corresponding genes is repressed by lysine (1) and that these "lysine" genes are scattered along the chromosome (2). Our laboratory is currently involved in obtaining the nucleotidic sequences of the different regulatory regions located upstream the lysine genes ; this would help for determining the molecular mechanism of regulation, either by an attenuation mechanism (as in most of the amino acid biosynthetic pathways, ref This paper describes the nucleotidic sequence of the lysC regulatory region. (20) with the following modifications : the DNA probes were used in hybridization with total RNA from strain RM4102/pCM9420 during 3 hrs at 35°C in 80 % formamide. Nonhybridized DNA was digested by 5,000 u S1 nuclease (Boehringer) for 30 min at 45°C. The protected hybrids fragments were submitted to electrophoresis on 7 % or 20 % sequencing gels in parallel with the products of sequencing reactions. -Reverse transcriptase : the procedure followed was the same that in De'barbouille' and Raibaud (21) with the following modifications : reverse transcriptase was incubated 1 h at 39°C ; 1 ug of RNase was added and further incubated 30 min at 37°C. After precipitation with ethanol the nucleic acids were analysed as described in S1 mapping experiments.
MATERIAL AND METHODS

Strains
RESULTS
1) Purification of the lysC promoter region
The DNA of the lysC promoter region was purified from a X transducing phage carrying a lysC-lacZ fusion (pal40) previously isolated in our labora- synthetized by the ZAM15 gene (24) . Measurements of S-galactosidase activity were performed on cell-free crude extracts of strain JM101/pCM4 grown with IPTG (in order to induce the synthesis of Z (oi) that must be in excess) and in the presence or in the absence of lysine. Values, given in Table I , indicate that a repressive effect of lysine is indeed obtained, confirming the presence of the lysC promoter fused to the Z(a) coding region.
A more precise restriction map of plasmid pCM4 was performed ( (Fig. 1) . We decided to study a 870 bp Taql-Hpal fragment upstream the fusion joint, that was cloned on pBR322 (plasmid pCM420, Fig. 1 ). In order to ensure the entire lysC promoter was indeed contained in this fragment, we inserted downstream the BamHI site of the bacterial insert of pCM420 a BamHI fragment taken from plasmid pMC903 (25) , that carries an p entire lacZ coding sequence without the lac promoter (Fig. 2) . Among Amp 
2) Nucleotidic sequence
The determination of the nucleotidic sequence was thus undertaken on the Taql-Clal fragment of 1,050 bp. The DNA fragments used were isolated from plasmi* pCM420 and pCM402 (Fig. 1) . The strategy is summarized in Fig. 3 . The DNA sequence was determined on both strands, except for the region coding for part of the trpB gene, that has been already published (26) . At position 585 (Fig. 4) an ATGTCT sequence was found that agrees well with the N terminal Serine of AKIII determined previously (27) 
